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SEQUENCE LISTING 

<110> SPURLOCK, MICHAEL E. 

BIDWELL, CHRISTOPHER A. 

<12 0> PORCINE LEPTIN PROTEIN, ANT I SENSE AND ANTIBODY 

<130> PM-8935-A 

<140> 09/932,888 
<141> 2001-08-20 

<150> 08/692,922 
<151> 1996-07-31 

<160> 12 

<170> Patentln Ver. 2.1 

<210> 1 
<211> 5917 
<212> DNA 
<213> Porcine sp. 

<220> 
<221> CDS 

<222> (942) . . (1085) 

<220> 
<221> CDS 

<222> (3400) . . (3753) 
<220> 

<221> modif ied_base 

<222> (2943) . . (2944) 

<223>a, t, g, c, other or unknown 

<220> 

<221> modif ied_base 
<222> (2983) 

<223> a, t, g, c, other or unknown 
<220> 

<221> modif ied_base 
<222> (3037) 

<22 3> a, t, g, c, other or unknown 
<400> 1 

aagctttctt ggcccctaac agcaaccaca ttatactctt actggctatt ccttggcctt 60 
caatacccag cccaggggac ccctcttcca gggagccccg cttgtactcc tgagatgtca 12 0 
tgtccttctt gcagagctct tcctcacggc atcgggacgg cggttcaccc ttttgcctct 18 0 
ccggataaac tgtaagctac ttgagagcag agaacatcca ttgttcgctg tggcatccgt 24 0 
ggtacctagc acggcatctg acatattatc agatcttcca caaaggccag tttacggttg 3 00 







• 






• 




• 

aatgcccgtt 


gaattcaggc 


tcccagtggg 


2 

agagcgagga 


agtaataaag 


ccggtgataa 


360 


atgccgccgt 


ggagacacca 


gcgggctgcc 


gtgagactaa 


tggagaggac 


agtaacgtta 


420 


tctctaatgc 


gagggtggtt 


atagagtaca 


tttcataaca 


cctttaaagc 


tctttcacac 


480 


gcattatcca 


atttgatcct 


cataaaagcc 


tggagatgtg 


tatattgtgg 


tggatggagg 


540 


gggagtcttt 


agcagttatg 


ggatatgcct 


gaagtcgtgc 


agctagtaaa 


tggctggatt 


600 


caaaccagac 


ctcaaaagcc 


tgcctgtttg 


ctcatgcccc 


ctgccccgac 


tgcccactct 


660 


gtggcccaca 


gcacaactca 


ccgtcgcttt 


cttgatccgt 


tttcttgatc 


cggctgtgct 


720 


ctccccaagg 


aatgcttttc 


attaacatat 


gtctaggtaa 


tgaattatct 


tgactctgag 


780 


gaggccatag 


cacatgccgt 


aacgcgacag 


ctcctttgat 


ctgcatctga 


ggctgtggct 


840 


ggtaacgggc 


gtggggaggg 


ggcgttcgct 


gagaccccag 


ggacacgcca 


tgtgtggttc 


900 


cctctgtttc 


caggccccag 


aagcacatcc 


cggaaaggaa 


a atg cgc tgt gga ccc 
Met Arg Cys Gly Pro 
1 5 


956 



ct 9 t9 c c 9 a ttc ct 9 ct 9 9 ct fct 9 9 CC tat ct 9 tcc tac 9 fct 9 aa 9 CC 1004 

Leu Cys Arg Phe Leu Leu Ala Leu Ala Tyr Leu Ser Tyr Val Glu Ala 

10 15 20 

gtg ccc ate tgg aga gtc cag gat gac acc aaa acc etc ate aag acg 1052 

Val Pro lie Trp Arg Val Gin Asp Asp Thr Lys Thr Leu lie Lys Thr 
25 30 * 35 

att gtc acc agg ate agt gac att tea cac atg gtagggaagg cctgggagac 1105 
lie Val Thr Arg lie Ser Asp lie Ser His Met 
40 45 



aaggtcgaac 


ctgtggccag 


cccsggggga 


ggaggggtac 


cggacctcag 


aggttggcgg 


1165 


a 99tgggaag 


ggtcggcggt 


ggccttgacg 


cctcccccac 


cccccccaac 


cagctgcctt 


1225 


tgctcctccg 


cttccctcac 


cgcacccccc 


cacgtcctta 


tcctccttct 


tcccagactg 


1285 


gaatcctgat 


gcccaggact 


agaggaagee 


ctaaaggtcc 


tgtgtgcctt 


tgccaggtgc 


1345 


gcagaccccc 


cagcatcatc 


ccctctggcc 


tccatcacgt 


etceggaatg 


ttctaatctg 


1405 


taggaattct 


tcctggtgac 


agctgaactc 


tgaccctgcg 


gacgcccctt 


actgetagtc 


1465 


ctgcccattg 


agectttttt 


cctatacaac 


cctctacatg 


tttgeaaact 


tctctcaatg 


1525 


tccccagggt 


gttttctctg 


gggtccgcag 


gccgagacct 


tcagcctctt 


ctcagctgag 


1585 


gtccgtcttt 


agaattcaga 


agacgaggtg 


tgactcctca 


ccctgctgtt 


ccctctctgt 


1645 


aaaatctcaa 


gcacgttaag 


tccctccgtg 


tctgaaacct 


tagtttccct 


catccagata 


1705 


atgggactgt 


tactgggaag 


atgttaccgg 


aatccagggt 


cttgcctcat 


ggagctcaag 


1765 







• 






• 




aatgaacttg 


* 

gcgaacgcac 


agggagccga 


3 

gcaagcagaa 


gtctttatta 


caggaaggca 


1825 


gacagctccc 


agcacagaca 


cggggaggga 


agagtccccc 


cgcccattgt 


tctacggagg 


1885 


tttttatcac 


ttaaagacgg 


gagtaccaat 


gtggggtcca 


gatatccgtt 


cttcttccca 


1945 


ttgcccagtt 


tacctatatg 


gcgccttgtc 


caggagggac 


tctgtagagt 


taggggtgct 


2005 


ccgtaagttt 


tatggtgcgt 


ctgctcttct 


ctgccctaga 


cttagagtcg 


ccactctttc 


2065 


cattcttctg 


ctcacagtca 


aatgcatagg 


tcaggggtta 


attcccacct 


tcacagaaat 


2125 


caaatgtcct 


ttcaatagtt 


aatcttccaa 


taagcaaggc 


ctgcttgtct 


tgattagttt 


2185 


ttacaaatct 


taaaccatgg 


ccattaatca 


gggaagagat 


cgaagcccat 


gttcccacac 


2245 


taactgcctg 


aattattagt 


ctgcctcagg 


actatcttaa 


tagtcttcgc 


aaggttgttt 


2305 


tgagattaaa 


ttagatagga 


gttcctgtcg 


aggcgcgacg 


gaaacagatc 


cgactcagaa 


2365 


ccatgagaca 


ggttcgatcc 


ctggctttgt 


cagtgggtta 


ggatctggtg 


ctgctgtgag 


2425 


ctgtggtgta 


ggtcgcagag 


gtggctcgga 


tcccgcgttg 


ctgtggctgt 


ggtgtaggcc 


2485 


ggtgcagaca 


gctccgatta 


gacccctagc 


ctgggaacct 


ccatgtgccg 


cgggtaccgc 


2545 


taaaaaaaga 


caaaagatgg 


aaaaaaaaaa 


ggttacatta 


gataaagcaa 


gtgactcctc 


2605 


caccaccaca 


catatccctg 


cagaaccagg 


acagagcatg 


ccttcttgaa 


aagttttcgg 


2665 


ttgtggcttt 


gatagcaccc 


agccttaaaa 


gccagctttt 


caatctgccc 


agagcagtct 


2725 


ggagacttcc 


gcatctcctg 


gccactctga 


gtttctaaca 


gtggccttgg 


cgagcctggg 


2785 


agcagtccgg 


tggccagaag 


cagggacagc 


tgagaaccag 


atagagtctt 


ggcactttca 


2845 


agagaaaacc 


ctaagtctcc 


ttcttccagc 


catgcaacag 


ctgcgcatga 


cagatccagc 


2905 


gtgtcccagc 


ctgtgtggtg 


cagggagtga 


ygctgcgnny 


agggygyggg 


ggagctgagg 


2965 


agcgaggcgg 


ggcatcgngg 


ggctgcagcc 


tccatcccta 


agtggggaga 


cttcatgaag 


3025 


agcctgacca 


gnagggaggg 


gcatgtgtgg 


aggacctcag 


ggcctgggga 


aggctagacc 


3085 


caactatgtg 


agaaacagac 


agtcgtggct 


ggttctacag 


aagaggcatc 


tggaggccat 


3145 


tcgaatgccc 


aaagctgtct 


gggtgaggca 


gggcttgcta 


ggcagaagac 


agaaggccgt 


3205 


gagaccagct 


tggaggcttg 


gcagccacgc 


cagcccaagg 


agttcgggcc 


tagataggat 


3265 


tgtgtggaag 


gggaagaggc 


agccggaggt 


ggggggtggg 


ggtggacccg 


tctccacgcc 


3325 


tgcaggaagg 


ccaggggctg 


cagagccaac 


atctctctcg 


ctgagcgtct 


cgctctcccc 


3385 



ttcctcctgc acag cag tct gtc tec tec aaa cag agg gtc acc ggt ttg 3435 
Gin Ser Val Ser Ser Lys Gin Arg Val Thr Gly Leu 
50 55 60 



o 



gac ttc ate cct ggg etc cat cct gtc ctg agt ttg tec aag atg gac 
Asp Phe lie Pro Gly Leu His Pro Val Leu Ser Leu Ser Lys Met Asp 
65 70 75 



3483 



cag acc ctg gcg ate tac caa cag ate etc acc agt ctg cct tec aga 3531 
Gin Thr Leu Ala lie Tyr Gin Gin lie Leu Thr Ser Leu Pro Ser Arg 
80 85 90 

aat gtg ate caa ata teg aat gac ctg gag aac etc egg gac ctt etc 3579 
Asn Val lie Gin lie Ser Asn Asp Leu Glu Asn Leu Arg Asp Leu Leu 
95 >00 105 

cac, ctg ctg gee tec tec aag age tgc ccc ttg ccc age" agg gee ctg 3627 
His Leu Leu Ala Ser Ser Lys Ser Cys Pro Leu Pro Ser Arg Ala Leu 
110 115 120 

gag acc ttg gag age ctg ggc ggc gtc ctg gaa gec tec etc tac tec 3 675 
Glu Thr Leu Glu Ser Leu Gly Gly Val Leu Glu Ala Ser Leu Tyr Ser 
125 130 135 140 

acg gag gtg gtg gec ctg age agg ctg cag ggg get ctg cag gac atg 3723 
Thr Glu Val Val Ala Leu Ser Arg Leu Gin Gly Ala Leu Gin Asp Met 
145 150 155 

ctg egg cag ctg gac etc age cct ggc tgc tgaagccttg aaggcctctc 3 773 

Leu Arg Gin Leu Asp Leu Ser Pro Gly Cys 
160 165 



tccccacagt 


egggggaaga 


aacctgagct 


tccaggagtc 


tgctggagaa 


gagagectgt 


3833 


gcggacctcc 


tetctgeagg 


tctgcggacc 


atttctctct 


cgctccgcta 


agetgetett 


3893 


ccaaaggcag 


aaaactccaa 


ggcacgacac 


caaagacaga 


aaggcctggt 


tccgcgccca 


3953 


ccggaaaggg 


ggcgccgtcc 


agecaaeggt 


ggactagatt 


teggatttte 


caccaacgtc 


4013 


ttccttcctg 


ttccatctcc 


agctcaccgc 


gtgettcage 


gtgaccgggg 


ggatttcaga 


4073 


gcctttcgac 


catcaagcag 


ggttccatct 


gagaattccg 


gggagcaegg 


tgaaggctac 


4133 


aggcacacac 


agctggatgc 


tcccacgcaa 


cacaagttgg 


aagcatttct 


ttatttatta 


4193 


tgcggtgtat 


tctggttgga 


tttgaagcaa 


aacaccagcc 


tttccaggct 


ctctggggtc 


4253 


ageegggget 


agggggaggc 


tcccgaggtg 


ctgtttccag 


taccatccat 


gggcctgctg 


4313 


aggccaaccc 


attttgagtg 


acttgagggc 


tctcaaggtc 


gttctctaga 


gactggcttt 


4373 


gtttctactg 


tgactgactt 


taaaactgea 


gcgtgtgcac 


tggcatcgcc 


tgegeggate 


4433 


tegaagggee 


aggttctctt 


agaaagaaga 


agatgaactt 


tgtcaggggt 


gtgtacgcgg 


4493 


agacaggaag 


tgtgttggtg 


ggeggggcat 


ggatccagaa 


tgtgtatttc 


ttgtgtgatg 


4553 


gacatttgtg 


tgaggggctc 


tctggacagg 


gtgaggtcat 


tgtctcatct 


tcgtggtttt 


4613 


catgagagaa 


ggagatgatt 


ccttcacggg 


ggtcgtgggg 


ttttgecage 


cgcccgtgca 


4673 



02 







• 






• 




ggagtgggga 


aggggctgaa 


gccgaagacc 


5 

gttgggggcc 


gtggtgagct 


ctgccttctc 


4733 


cagctgctag 


aggctggtct 


ttctcatcag 


ggagtgaggg 


tctcgcgttg 


gagacagtga 


4793 


tccccagggc 


gggatccttg 


ccgtggccct 


ctgaatggtc 


tgggtgatcc 


cacactgatg 


4853 


tcataacagg 


gaagtgccct 


ggtttgggat 


ttgtatgctc 


acccaaagca 


agggcctgct 


4913 


tcccatccat 


tttgggaagg 


attttttctc 


cagggggagg 


gtgaaagctc 


tgggaggtct 


4973 


gtgggcttac 


gagatggtcc 


aagtcctggg 


tcagtgagtc 


ccgggactcg 


tgaccgcctc 


5033 


gaggagcccc 


cttctcccta 


caggtcatgt 


tcaataggtc 


aaacaaggag 


gcatgggttt 


5093 


ccaccatcct 


gccgctgtga 


tgcagccatc 


gcactacagg 


aggtagatct 


gtccaaggaa 


5153 


atttgaatct 


caagcaatca 


ctttcaagac 


tgagcatcta 


ttgtgctcag 


ccccaactgg 


5213 


tgctatgggc 


tcagagaagc 


tcatcaaata 


aatattaaaa 


tccagtcctg 


ccttcaggac 


5273 


cttgcattcc 


agatgataac 


acctccccca 


caccccgtct 


gcagaggctg 


tcatttcacc 


5333 


atggcaaccg 


agcagctgaa 


acacagtgcg 


gtcctcagca 


ggtggaaagg 


ctgagctgag 


5393 


gagggcagtg 


cccgggccca 


caggctaacc 


ctgcttgcac 


ttggtagcat 


ttttactgtt 


5453 


cggggcgcat 


cagcatctat 


tactgagaag 


ccgcatccct 


ttgaagcagg 


atagctgaga 


5513 


ctataaaaat 


aagaaaatac 


cagagttccc 


ttgtggcaca 


gagggctaag 


gatccagtgt 


5573 


tgttgctgca 


gcagcttggg 


tcacggctgt 


ggcaagggtt 


cgatccctgg 


cctgggaact 


5633 


ttcacatgtt 


gcaggcaagg 


ccaaaaaaaa 


ataaataaat 


aaaaataaac 


aaaaaaaaac 


5693 


aagaccataa 


cagcagactg 


gtggcaaacc 


aggactagaa 


cctgggtcct 


ctgaccccta 


5753 


gagtcagtgt 


cccctgagcc 


agctagtgtt 


ctctggggac 


gggaacaggg 


ttgggcaggg 


5813 


agttcaggaa 


gtgtttgctg 


gaagagcgga 


gtttccaggc 


tgattttgca 


ggaggtgagg 


5873 


gaagtggatt 


gcctggaggg 


aggaggctgt 


tttgtttgaa 


gctt 




5917 



<210> 2 

<211> 166 

<212> PRT 

<213> Porcine sp . 

<400> 2 

Met Arg Cys Gly Pro Leu Cys Arg Phe Leu Leu Ala Leu Ala Tyr Leu 
1 5 10 15 

Ser Tyr Val Glu Ala Val Pro lie Trp Arg Val Gin Asp Asp Thr Lys 
20 25 30 



Thr Leu lie Lys Thr lie Val Thr Arg lie Ser Asp lie Ser His Met 
35 40 45 




Gin Ser Val Ser Ser Lys Gin Arg 
50 55 

Gly Leu His Pro Val Leu Ser Leu 
65 70 

lie Tyr Gin Gin lie Leu Thr Ser 
85 

lie Ser Asn Asp Leu Glu Asn Leu 
100 

Ser Ser Lys Ser Cys Pro Leu Pro 
lis 120 



Val Thr Gly Leu Asp Phe lie Pro 
60 

Ser Lys Met Asp Gin Thr Leu Ala 
75 80 

Leu Pro Ser Arg Asn Val lie Gin 
90 95 

Arg Asp Leu Leu His Leu Leu Ala 
105 110 . 

Ser Arg Ala Leu Glu Thr Leu Glu 
125 



Ser Leu Gly Gly 
130 

Ala Leu Ser Arg 
145 



Val Leu Glu Ala 
135 

Leu Gin Gly Ala 
150 



Ser Leu Tyr Ser 
140 

Leu Gin Asp Met 
155 



Thr Glu Val Val 

Leu Arg Gin Leu 
160 



Asp Leu Ser Pro Gly Cys 
165 



<210> 3 

<211> 435 

<212> DNA 

<213> Porcine sp. 

<220> 

<221> CDS 

<222> (1) . . (435) 



<400> 3 

gtg ccc ate tgg aga gtc cag gat gac acc aaa acc etc ate aag acg 48 
Val Pro lie Trp Arg Val Gin Asp Asp Thr Lys Thr Leu lie Lys Thr 
15 10 15 

att gtc acc agg ate agt gac att tea cac atg cag tct gtc tec tec 96 
lie Val Thr Arg lie Ser Asp lie Ser His Met Gin Ser Val Ser Ser 
20 25 30 

aaa cag agg gtc acc ggt ttg gac ttc ate cct ggg etc cat cct gtc 144 
Lys Gin Arg Val Thr Gly Leu Asp Phe He Pro Gly Leu His Pro Val 
35 40 45 

ct 9 a 9t tt9 tcc aa 9 at 9 9 ac ca 9 acc ct 9 9 C 9 atc tac caa ca 9 atc 192 
Leu Ser Leu Ser Lys Met Asp Gin Thr Leu Ala He Tyr Gin Gin He 
50 55 60 

etc acc agt ctg cct tcc aga aat gtg atc caa ata teg aat gac ctg 24 0 
Leu Thr Ser Leu Pro Ser Arg Asn Val He Gin He Ser Asn Asp Leu 
65 70 75 80 



gag aac etc egg gac ctt etc cac etg ctg gec tec tec aag age tgc 288 
Glu Asn Leu Arg Asp Leu Leu His Leu Leu Ala Ser Ser Lys Ser Cys 
85 90 95 

ccc ttg ccc age agg gee ctg gag acc ttg gag age ctg ggc ggc gtc 336 
Pro Leu Pro Ser Arg Ala Leu Glu Thr Leu Glu Ser Leu Gly Gly Val 
100 105 110 

ctg gaa gee tec etc tac tec acg gag gtg gtg gec ctg age agg ctg 3 84 
Leu Glu Ala Ser Leu Tyr Ser Thr Glu Val Val Ala Leu Ser Arg Leu 
115 120 125 

cag ggg get ctg cag gac atg ctg egg cac gtg gac etc age cct ggc 432 
Gin Gly Ala Leu Gin Asp Met Leu Arg His Val Asp Leu Ser Pro Gly 
130 135 140 

tgc 435 

Cys 

145 



<210> 4 

<211> 145 

<212> PRT 

<213> Porcine sp. 

<400> 4 

Val Pro lie Trp Arg Val Gin Asp Asp Thr Lys Thr Leu lie Lys Thr 
15 10 15 

lie Val Thr Arg He Ser Asp He Ser His Met Gin Ser Val Ser Ser 
20 25 30 

Lys Gin Arg Val Thr Gly Leu Asp Phe He Pro Gly Leu His Pro Val 
35 40 45 

Leu Ser Leu Ser Lys Met Asp Gin Thr Leu Ala He Tyr Gin Gin He 
50 55 60 

Leu Thr Ser Leu Pro Ser Arg Asn Val He Gin He Ser Asn Asp Leu 
65 70 75 80 

Glu Asn Leu Arg Asp Leu Leu His Leu Leu Ala Ser Ser Lys Ser Cys 
85 90 95 

Pro Leu Pro Ser Arg Ala Leu Glu Thr Leu Glu Ser Leu Gly Gly Val 
100 105 110 

Leu Glu Ala Ser Leu Tyr Ser Thr Glu Val Val Ala Leu Ser Arg Leu 
115 120 125 

Gin Gly Ala Leu Gin Asp Met Leu Arg His Val Asp Leu Ser Pro Gly 
130 135 140 



Cys 
145 



8 



<210> 5 

<211> 504 

<212> DNA 

< 2 1 3 > Homo s ap i ens 



<400> 5 

atgcattggg gaaccctgtg cggattcttg tggctttggc cctatctttt ctatgtccaa 60 
gctgtgccca tccaaaaagt ccaagatgac accaaaaccc tcatcaagac aattgtcacc 12 0 
aggatcaatg acatttcaca cacgcagtca gtctcctcca aaeagaaagt caccggtttg 180 
gacttcattc ctgggctcca ccccatcctg accttatcca agatggacca gacactggca 24 0 
gtctaccaac agatcctcac cagtatgcct tccagaaacg tgatccaaat atccaacgac 30 0 
ctggagaacc ; tccgggatct tctteaegtg ctggccttct ctaagagctg ccacttgccc 36 0 
tgggccagtg gcctggagac cttggacagc ctggggggtg tcctggaagc ttcaggctac 420 
tccacagagg tggtggccct gagcaggctg caggggtctc tgcaggacat gctgtggcag 4 80 
ctggacctca gccctgggtg ctga 504 



<210> 6 
<211> 504 
<212> DNA 
<213> Murine sp. 



<400> 6 

atgtgctgga 

gcagtgccta 

aggatcaatg 

gacttcattc 

gtctatccac 

ctggagaatc 

cagaccagtg 

tccacagagg 

ttggatgtta 



gacccctgtg 
tccagaaagt 
acatttcaca 
ctgggcttca 
aggtcctcac 
tccgagacct 
gcctgcagaa 
tggtggcttt 
gccctgaatg 



tcggttcctg 
ccaggatgac 
cacgcagtcg 
ccccattctg 
cagcctgcct 
cctccatctg 
gccagagagc 
gagcaggctg 
ctga 



tggctttggt 
accaaaaccc 
gtatccgcca 
agtttgtcca 
tcccaaaatg 
ctggccttct 
ctggatggcg 
cagggctctc 



cctatctgtc 
tcatcaagac 
agcagagggt 
agatggacca 
tgctgcagat 
ccaagagctg 
tcctggaagc 
tgcaggacat 



ttatgttcaa 60 
cattgtcacc 120 
cactggcttg 180 
gactctggca 24 0 
agccaatgac 3 00 
ctccctgcct 360 
ctcactctac 420 
tcttcaacag 480 
504 



<210> 7 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; Primer 
<400> 7 

ggatccggtc tcaggccgtg ccyatccara aagtcc 3 6 



<210> 8 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 
<400> 8 

gaattcagcg ctgcayycag ggctrasrtc 




9 



<210> 9 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 
<400> 9 

gtgccyatcc araaagtcc 



<210> 10 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 
<400> 10 

gcayycaggg ctrasrtc 



<210> 11 
<211> 20 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
peptide 

<400> 11 

Trp Arg Val Gin Asp Asp Thr Lys Thr Leu lie Lys Thr lie Val Thr 
15 10 15 

Arg lie Ser Asp 
20 



<210> 12 
<211> 18 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
CI peptide 

<400> 12 

Leu Gin Gly Ala Leu Gin Asp Met Leu Arg Gin Leu Asp Leu Ser Pro 
15 10 15 



Gly Cys 



